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ARCAD is an initiative supported by Agropolis Fondation and the Region Languedoc Roussillon (France). ARCAD aims 
at setting up a new open multi-function (conservation, research and training) platform devoted to the assessment and 
better use of plant agrobiodiversity in Mediterranean and tropical regions. The programme's scientific agenda will 
prioritize the study of history and patterns of crop domestication and adaptation as well as the analysis of key 
parameters underpinning adaptation and diversity structure, at various time scales, through studies of evolutionary 
genomics, population genetics and social sciences. The research will focus on Population comparative genomics, Crop 
adaptation to climate change and Cereal crops in Africa. These activities will be complemented with technological and 
methodological components for the conservation (DNA bank, cryopreservation) and analysis (bioinformatics, linkage 
disequilibrium) of crop diversity. A major objective of the programme is also to set up a demand-oriented capacity 
building platform, based upon the educational facilities offered by universities in Montpellier and the development of 
specific training modules. The ARCAD programme is jointly developed by CIRAD, INRA, IRD, Montpellier SupAgro and 
University of Montpellier 2, in partnership with numerous South and international institutions. As an open platform, 
ARCAD will continuously seek the involvement of interested partners. 
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The common fig (Ficus carica L.) is native to the western Asia and was later dispersed to the Mediterranean area. The 
fig was one of the first plants ever to be cultivated by humans. Kislev et al. (2006) published in science that fig trees 
could have been the first domesticated plant of the Neolithic Revolution, preceding cereal domestication by about one 
thousand years. Archaeology guide, K. Hirst (2006), says figs were domesticated "five thousand years earlier" than millet 
or wheat. With this historical background, fig attracts the scientific researchers to characterize using molecular tools to 
unravel the genetic wealth it possesses. 
Aimed at the analysis of genetic diversity in common fig collected from Italy, we characterized around 88 accessions 
using 37 polymorphic microsatellite markers.  
There is generally a paucity of information available for diversity pattern among the Italian common figs and in particular 
till date no molecular work has been made with Italian common fig genotypes. Henceforth this work was made to analyse 
the Italian common fig using microsatellite markers and this assessment made possible to unravel the genetic diversity 
for which there was null information so far.  
Both morphological and molecular characterizations were made and will be precisely presented in the poster. 
